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Editor of FEBS Letters since 1997Takashi Gojobori can be considered one of the pioneers of
the bioinformatics ﬁeld; he completed his PhD in theoretical
biology only two years after the very ﬁrst genome was se-
quenced and completed his postdoc (University of Texas at
Houston), before public sequence databases even existed. ‘I
still remember the diﬃculty we had in collecting sequences
to align. Two sequences are enough to align, but you know,
you need at least three sequences to infer function (smiling).
We collaborated a lot.’ Professor Gojobori is currently the
director of several major bioinformatics institutes including
the DNA Database of Japan (DDBJ) at the National Insti-
tute of Genetics (NIG), and he actively participates in many
international collaborations. He edits manuscripts for FEBS
Letters in the ﬁelds of bioinformatics, genomics and molecu-
lar evolution.
What do the Japanese characters of your name mean?
My ﬁrst name, Takashi, is a common Japanese name, mean-
ing ‘loyalty to parents’. My last name has connections to
nobility and translates as ‘‘ﬁves lines of moats’’, referring
to the number of moats surrounding a castle. It may be inter-
esting for you to know that the Japanese royal family has a
scientiﬁc tradition: the former Emperor Hirohito was a scien-
tist and both the current Emperor Akihito and his son, the
second prince, Akishino, are biologists with PhDs. In fact I
have co-authored scientiﬁc papers with both Emperor Aki-
hito and Prince Akishino. I was also the Prince’s PhD super-
visor.
What does your lab work on?
We use bioinformatics to answer scientiﬁcally interesting
questions relating to the evolution of organisms. It is impor-
tant to support our results with wet-lab experiments, so we
also sequence genomes and make DNA chips to study or-
gan-related gene expression patterns. One project we work
on concerns the evolution of the central nervous system
(CNS). For example, we discovered that one gene controls
the size and diﬀerentiation of the planarian brain. When we
knocked this gene out, the planarian body became completely
‘head-like’, permeated with brain tissue and possessing multi-
ple eyes [1,2]. It was previously thought that the brain gradu-
ally increased its size through evolution, but apparently, there
are individual genes that control the absolute size that a brain
can achieve. Very interestingly, homologous genes exist in
mouse and humans, so the question remains whether our
brain size is similarly controlled.0014-5793/$32.00  2006 Published by Elsevier B.V. on behalf of the Feder
doi:10.1016/j.febslet.2006.03.006Do you have a favorite paper?
My personal favorite is a 1985 PNAS paper in which we com-
pared the mutation rate of retroviral RNA genomes to those of
DNA [3]. I thought very hard about how to tackle this ques-
tion. I discovered that by using mutant retroviruses containing
experimentally incorporated genes, I could exactly date their
incorporation. Surprisingly the rate of nucleotide substitution
for retroviral RNA genes turned out to be on the order of 1
million times faster than those of DNA. This partially explains
the ability of viruses to maintain their infectious mutational
abilities. This paper took a very short time from concept to
writing, only one or two months. The AAAS elected me as a
fellow for this paper in 2006.
What is the longest time it took you to write a paper?
It usually takes me a long time to write a paper (laughing). I
think one of the longest took ﬁve years. That was a paper
on the evolution rate of HIV, which we ﬁnally published in
PNAS [4].
Your 1986 Mol. Biol. Evolution paper [5] received more than
1000 citations, can you explain why?
This is a method paper that describes how to calculate nucle-
otide substitution rates. It’s very commonly used, it is called
the Nei-Gojobori method. Our group has published other bio-
informatics methods too, such as the Suzuki-Gojobori method
to detect positive selection at single amino acid sites.
What is a good question in science?
I think ﬁnding a good question is the most important part of
science. I once had the opportunity to ask Manfred Eigenin
this question; he won the Nobel prize in chemistry (1967).
His answer was very interesting, ‘‘If your research question
takes more than 10 years to solve, it’s too hard. If you
can solve your question within 5 years, it’s too easy.’ So,
the best scientiﬁc questions can be solved between 5 and
10 years.
Have you found this type of question?
I think so, of course, ﬁnding a complete answer to the evolu-
tion of the CNS will take much more than ten years, but we
are making solid progress on some aspects of it. I believe that
this is the right question for our group right now.
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